ABSTRACT Two strains of Morganella morganii, AA1 and AV1, were isolated from freshwater and Eicchornia crassipes roots, respectively. Here, we report their draft genome sequences, which are~3.6 Mb and have 51% GϩC content. The predicted coding sequences (3,259 for strain AA1 and 3,345 for strain AV1) encode betalactamases, transpeptidases, and penicillin-binding proteins.
M
organella morganii is a Gram-negative bacterium that belongs to tribe Proteeae of the family Enterobacteriaceae (1) . M. morganii is a normal commensal of human gut but is also found in wider environments and has evolved as an opportunistic pathogen (2, 3) . In this study, two Morganella morganii strains, AA1 and AV1, were isolated from a freshwater lake and the roots of an aquatic weed, Eicchornia crassipes, respectively. These two strains exhibit high-level resistance toward beta-lactam antibiotics, ampicillin (Ͼ1 mg/ml), and penicillin (0.5 mg/ml). Here, we report the draft genome sequences of these two strains. Genomic DNA was isolated using the QIAamp DNA minikit (Qiagen, Germantown, MD), according to the manufacturer's instructions. DNA quality was checked using a NanoDrop spectrophotometer (Thermo Scientific) and quantitated by a Qubit 2.0 fluorometer (Life Technologies, Inc.) and Agilent 2100 Bioanalyzer (Agilent Technologies, Santa Clara, CA). The genomic DNA was fragmented and tagged with sequencing adapters in a single-tube enzymatic reaction using the Nextera XT DNA library preparation kit (Illumina, San Diego, CA). The resulting library was sequenced using the Illumina MiSeq sequencing platform (Illumina) and generated 3.8 and 2.7 million reads for strains AA1 and AV1, respectively. The reads were assembled using Minia version 2.0.3, with default parameters and a k-mer size of 121 (4). For M. morganii strain AA1, a total of 127 contigs were obtained, the N 50 of the contigs was 119,307 bp, the genome size was 3,567,897 bp, and the GϩC content was 51.1%. The M. morganii strain AV1 genome comprises a total of 174 contigs, the N 50 of the contigs was 73,996 bp, the genome size was 3,652,729 bp, and the GϩC content was 51.2%. The protein-coding regions were predicted by the NCBI Prokaryotic Genome Annotation Pipeline (release 2013 [https://www.ncbi.nlm.nih.gov/genome/ annotation_prok/]). Strains AA1 and AV1 contain 3,259 and 3,345 predicted coding sequences in their respective genomes. In the genomes of M. morganii strains AA1 and AV1, 97 and 96 RNA genes, respectively, have putative functions assigned on the basis of the annotation. Class C beta-lactamase DHA-1, L,D-transpeptidase, penicillin-binding
